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SEQUENCE LISTING 



20 

<160> NUMBER OF SEQ ID NOS : 30 

<210> SEQ ID NO 1 
<211> LENGTH: 254 
25 <212> TYPE: PRT 

<213>ORGANISM: Homo sapiens 

<400> SEQUENCE: 1 

30 Met Ala Ala Ala Ser Ala Gly Ala Thr Arg Leu Leu Leu Leu Leu Leu 

.1.5 10 15 

Met Ala Val Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Ala 
20 '25 ~ 30 

35 

Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly Arg Glu Gly Glu Ala 
35 40 45 

Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser Phe Glu lie Asp Asp 
40 50 55 60 
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10 



15 



25 



30 



Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
85 90 95 

Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu Tyr Arg Val Arg lie 
100 105 HO 

Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu Ala Gly Gly Tyr Val 
115 • 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Val Ser 
145 150 155 160 



Val Val Thr His Pro Gly Gly Cys Arg Gly His Glu Val Glu Asp Val 
2 0 165 170 175 



Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Gin Pro Pro Thr Thr 
180 185 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu Arg Leu Glu Met Glu 
195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 

Lys Tyr Trp His He He Leu Gly Gly Ala Val Leu Leu Thr Ala Leu 
225 230 235 240 



Arg Pro Ala Ala Pro Gly Pro Ala Pro Pro Pro Gin Glu Ala 
35 245 250 

<210> SEQ ID NO 2 
<211> LENGTH: 254 
<212> TYPE: PRT 
40 <213>ORGANISM: Mus musculus 

<400> SEQUENCE: 2 

Met Val Ala Ala Gly Ala Gly Val Thr Arg Leu Leu Val Leu Leu Leu 
45 1 5 10 is 

Met Val Ala Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Val 
20 25 30 

50 Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly Arg Glu Ala Glu Gly 

35 40 45 

Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser Phe Glu Leu Gly Asp 

55 

Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu Trp Asn Gin Gin Asp 

65 70 75 80 

Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
60 85 go 95 
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10 



20 



25 



Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu Tyr Arg Val Arg Val 
100 105 no 

Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu Ala Gly Gly His Val 
115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Leu Ser 
145 150 155 * 160 



Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser Glu Val Glu Asp Glu 
15 165 170 175 



Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Arg Pro Pro Ser Thr 
180 185 ~ 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu Arg Leu Glu Met Glu 
195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 

Lys Tyr Trp His Leu lie Leu Gly Gly Ala Val Leu Leu Thr Ala Leu 
225 230 235 240 



Arg Pro Ala Ala Pro Gly Pro Ala Pro Ala Pro Thr Glu Ala 
30 245 250 

<210> SEQ ID NO 3 
<211> LENGTH: 262 
<212> TYPE: PRT 
35 <213>0RGANISM: Homo sapiens 

<400> SEQUENCE: 3 

Met Ala Ala Ala Ser Ala Gly Ala Thr Arg Leu Leu Leu Leu Leu Leu 
40 1 5 10 15 

Met Ala Val Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Ala 
20 25 30 

45 Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly Arg Glu Gly Glu Ala 

35 40 45 

. Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser Phe Glu He Asp Asd 

50 

Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser Glu Glu Glu Arq Glv 
55 85 90 95 



60 



Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu Tyr Arg Val Arg He 
100 105 " no 

Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu Ala Gly Gly Tyr Val 
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115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Val Ser 
i45 150 155 160 

Val Val Thr His Pro Gly Gly Cys Arg Gly His Glu Val Glu Asp Val 
10 165 170 175 



15 



20 



Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Gin Pro Pro Thr Thr 
180 185 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu Arg Leu Glu Met Glu 
195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 

Lys Tyr Trp Met Tyr lie He Pro Val Val Leu Phe Leu Met Met Ser 
225 230 235 240 



Gly Ala Pro Asp Ala Gly Gly Gin Gly Gly Gly Gly Gly Gly Gly Gly 
25 245 250 255 

Gly Gly Gly Ser Gly Arg 
260 

30 <210> SEQ ID NO 4 

<211> LENGTH: 258 
<212> TYPE: PRT 
, <213>ORGANISM: Mus musculus 

35 <400> SEQUENCE: 4 

Met Val Ala Ala Gly Ala Gly Val Thr Arg Leu Leu Val Leu Leu Leu 
15 10 15 

40 Met Val Ala Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Val 

20 25 30 

Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly Arg Glu Ala Glu Gly 
35 40 45 

45 

Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser Phe Glu Leu Gly Asp 
50 55 60 

Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu Trp Asn Gin Gin Asp 
50 65 70 75 80 

Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
85 90 95 

55 Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu Tyr Arg Val Arg Val 

100 105 HO 



60 



Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu Ala Gly Gly His Val 
115 120 125 
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Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Leu Ser 
5 145 150 155 " 160 

Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser Glu Val Glu Asp Glu 
165 170 175 

10 Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Arg Pro Pro Ser Thr 

180 185 ~ 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu Arg Leu Glu Met Glu 
195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 

Lys Tyr Trp Met Tyr lie He Pro Val Val Leu Phe Leu Met Met Ser 
20 225 230 235 240 

Gly Ala Pro Asp Ala Gly Gly Gin Gly Gly Gly Gly Gly Gly Gly Ser 
245 250 - " 255 

25 Ser Arg 

i 

<210> SEQ ID NO 5 
<211> LENGTH: 1962 
<212> TYPE: DNA 
30 <213>ORGANISM: Homo sapiens 

<220>FEATURE: 
<22 1>NAME/KEY : CDS 
<222>LOCATION: (47) . . . (811) 

35 <400> SEQUENCE: 5 



40 



45 



ggctcttggc 


tcacagccgt 


cccttcgctg gtgggaagaa 


gccgagatgg 


cggcagccag 


60 


cgctggggca 


acccggctgc 


tcctgctctt gctgatggcg 


gtagcagcgc 


ccagtcgagc 


120 


ccggggcagc 


ggctgccggg 


ccgggactgg tgcgcgaggg 


gctggggcgg 


aaggtcgaga 


180 


gggcgaggcc 


tgtggcacgg 


tggggctgct gctggagcac 


tcatttgaga 


tcgatgacag 


240 


tgccaacttc 


cggaagcggg 


gctcactgct ctggaaccag 


caggatggta 


ccttgtccct 


300 


gtcacagcgg 


cagctcagcg 


a 9gaggagcg gggccgactc 


cgggatgtgg 


cagccctgaa 


360 


tggcctgtac 


cgggtccgga 


tcccaaggcg acccggggcc 


ctggatggcc 


tggaagctgg 


420 


tggctatgtc 


tcctcctttg 


tccctgcgtg ctccctggtg 


gagtcgcacc 


tgtcggacca 


480 


gctgaccctg 


cacgtggatg 


tggccggcaa cgtggtgggc 


gtgtcggtgg 


tgacgcaccc 


540 


tgggggctgc 


cggggccatg 


aggtggagga cgtggacctg 


gagctgttca 


acacctcggt 


600 


gcagctgcag 


ccgcccacca 


cagccccagg ccctgagacg 


gcggccttca 


ttgagcgcct 


660 


ggagatggaa 


caggcccaga 


aggccaagaa cccccaggag 


cagaagtcct 


tcttcgccaa 


720 
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10 



15 



20 



30 



35 



atactggcac atcatcctgg ggggggccgt gttgcjtcaca gccctgcgtc ctgctgcgcc 780 

agggcccgcg ccaccgccac aggaggcctg atggatgtac atcattcccg tcgtcctgtt 840 

cctcatgatg tcaggagcgc cagacgccgg gggccagggt gggggtgggg gtgggggtgg 900 

tggtgggggt agtggccggt gagggcccag gctggtcagc gtcccgtctt gcacacccag 960 

gggcctccct ttctgctgga gtcccctgtg tcctcagcca tcccaagaag ggtttgctag 1020 

tccctccttt ccccccgtcc cacgaggcca cctgggccag ccccttgtcc tctgccttct 1080 

gctggcagag gagcagctgg actggggcct ttggcacagc agccggtgtc tcctgcgccc 1140 

gcctccccca tggccccatg cagccccagg ggcttccacc ctgcccatgg agtagagccc 1200 

gagatcctgg ccactatgcc agttctgacc tcgcatcccc ctaccccgag cccatgcagt 1260 

ctgggaacat gccgccttct ctccagcctc tgtgcctttg ttccaggtgg tctcaccctc 1320 

ctgtccctgg ctgggctagg tggtcctgtc caggctcctg cagcgccccc ctcactttga 1380 

cactggacta ggatgcagcc tcccttctgt gtccccttga gggtaccctg ggtcccctca 1440 

tcaggggcag aggcatgaaa gagtcggggc tggatggccg ggggcttctg ggcccgatgc 1500 

ctagtgcagc cactggggtc gtggtttgac atttgtctgc ctggtgcaaa caaggaatcc 1560 

ttgcctttaa ggtgacaggc cctccacagg cttccagact tgaaggaaaa ggtttaagaa 1620 

agaaaacaaa accaacagtt agtggagtca aagcccagac actgtaaata gaaccccctc 1680 

caccaccccc cgccgcccag catcctacct ggactgcggt gctacgaggg cctgcgggcc 1740 

tttgctgtgt gccaccctcc ctgtaagtct atttaaaaac atcgacgata cattgaaatg 1800 

tgtgaacgtt ttgaaaagct acagcttcca gcagccaaaa gcaactgttg ttttggcaag 1860 

acggtcctga tgtacaagct tgattgaaat tcactgctca cttgatacgt tattcagaaa 1920 
cccaaggaat ggctgtcccc atcctcatgt ggctgtgtgg ag 



<210> SEQ ID NO 6 
<211> LENGTH: 988 
25 <212> TYPE: DNA 

<213>ORGANISM: Mus musculus 
<220>FEATURE: 
<2 2 1>NAME /KEY : CDS 
<222>LOCATION: (38). . .(802) 



60 



<400> SEQUENCE: 6 

gggctgtatg gctctcggtt tttctcaacg ctcccgtatg gtggccgcgg gtgccggggt 
gacccggctg ctagtgctct tgctgatggt agccgcggct cctagcagag cccgaggcag 120 
cggctgccgg gtcggggcct ccgcgcgtgg gaccggggcc gatggccgtg aagctgaggg 180 
ctgtggcacc gtggctttgc tgctggagca ttcatttgag ctcggtgatg gagccaactt 24 0 
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5 



10 



25 



30 



35 



ccagaagcga 


ggcttgctgc 


tctggaacca gcaggatggc accctgtcgg 


caacacagcg 


300 


acagctcagt 


gaggaggagc 


gtggccgact ccgggatgtg gctgctgtca 


afcggcctcta 


360 


cagggtccgg gtcccgaggc 


ggcctgggac acttgatggt tcagaagctg 


gccraccatat 


420 


gtcttccttc 


gtcccagcgt 


gctccctggt ggagtcgcac ctttcggacc 


agctgacctt 


480 


gcacgtggat 


gtggctggca 


acgtggtggg cctgtctgtg gtggtgtacc 


ctcicrcraacta 


540 


ccggggctcc 


gaggtggaag 


atc/aggacct ggagctgttc aatacatctg 


tcrcacrct*crc*er 


600 


gcctcccagc 


actgctccag 


gccccgagac tgcagccttc attgagcgcc 


tggagatgga 


660 


gcaggcccag 


aaggccaaga 


acccacagga gcagaagtct ttctttgcca 


aatactggca 


720 


cctcatcctg gggggggccg 


tgttgctcac agccctacgt cctgctgccc 


cagggcctgc 


780 


accagcgcca 


acggaggcct 


aagtgaggac acagtcccct gcccgccttg 


ccctctgccc 


840 


atgccctcct gtccctcctg 


tcccctgccc tggccctgcc tgtagtgact 


aggggaccca 


900 


gcccctcccc .tctgtggccc 


tggccctggg ccatcctcat cacttacctc 


ccttcctctc 


960 


tgcctgtctc tgtgtccacc 


tgtcctgc 






<210> SEQ ID* NO 7 
<211> LENGTH: 1875 
<212> TYPE: DNA 
<213>ORGANISM: Homo sapiens 
<220>FEATURE: 
<221>NAME/KEY: CDS 
<222>LOCATION: (47) . . . (835) 






<400> SEQUENCE: 7 


*>* 






ggctcttggc 


tcacagccgt cccttcgctg gtgggaagaa gccgagatgg 


ccrcrcacrc cacr 


60 


cgctggggca 


acccggctgc tcctgctctt gctgatggcg gtagcagcgc 


c c a ci t c a a ct c 


1 9(\ 


ccggggcagc 


ggctgccggg ccgggactgg tgcgcgaggg gctggggcgg 


aaQGfticcracra 


JLOU 


gggcgaggcc 


tgtggcacgg tggggctgct gctggagcac tcatttgaga 


t ccratcracacr 


*» U 


tgccaacttc 


cggaagcggg 


gctcactgct ctggaaccag caggatggta 


ccfcfccrfcecch 




gtcacagcgg 


cagctcagcg aggaggagcg gggccgactc cgggatgtgg 


cagccctgaa 


360 


tggcctgtac 


cgggtccgga tcccaaggcg acccggggcc ctggatggcc 


tggaagctgg 


420 


tggctatgtc 


tcctcctttg tccctgcgtg ctccctggtg gagtcgcacc 


tgtcggacca 


480 


gctgaccctg 


cacgtggatg tggccggcaa cgtggtgggc gtgtcggtgg 


tgacgcaccc 


540 


tgggggctgc 


cggggccatg 


aggtggagga cgtggacctg gagctgttca 


acacctcggt 


600 


gcagctgcag 


ccgcccacca 


cagccccagg ccctgagacg gcggccttca 


ttgagcgcct 


660 


ggagatggaa 


caggcccaga 


aggccaagaa cccccaggag cagaagtcct 
7/26 


tcttcgccaa 


720 
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atactggatg 


tacatcattc 


ccgtcgtcct gttcctcatg atgtcaggag cgccagacac 


780 




cgggggccag 


ggtgggggtg 


ggggtggggg tggtggtggg ggtagtggcc ggtgagggcc 


840 




caggctggtc 


agcgtcccgt 


cttgcacacc caggggcctc cctttctgct ggagtcccct" 


900 




gtgtcctcag 


ccatcccaag 


aagggtttgc tggtccctcc tttccccccg tcccacgagg 


960 


5 


ccacctgggc 


caegccccttg 


tcctctgcct tctgctggca gaggagcagc tggactgggg 


1020 




cctttggcac 


agcagccggt 


gtctcctgcg cccgcctccc ccatggcccc atgcagcccc 


1080 




aggggcttcc 


cccctgccca 


tggagtagag cccgagatcc tggccactat gccagttctg 


1140 




acctcgcatc 


cccctacccc 


gagcccatgc agtct^ggaa catgccgcct tctctccagc 


1200 




ctctgtgcct 


ttgttccagg 


tggtctcacc ctcctgtccc tggctgggct aggtggtfcct 


1260 


10 


gtccaggctc 


ctgcagcgcc 


cccctcactt tgacactgga ctaggatgca gcctcccttc 


1320 




tgtgtcccct 


tgagggtacc 


ctgggtcccc tcatcagggg cagaggcatg aaagagtcgg 


1380 




ggctggatgg 


ccgggggctt 


ctgggcccga cgcctagtgc agcccctggg gtcgtggttt 


1440 




gacatttgtc 


tgcctggtgc 


aaacaaggaa tccttgcctt taaggtgaca ggccctccac 


1500 




rr/T 4- 4- i-% /■» m 

ayyCLLCCdy 


acttgaagga 


aaaggtttaa gaaagaaaac aaaaccaaca gttagtggag 


1560 


15 


tcaaagccca 


gacactgtaa 


atagaacccc ctccaccacc ccccgccgcc cagcatccta 


1620 




cctggactgc 


ggtgctacga 


gggcctgcgg gcctttgctg tgtgccaccc tccctgtaag 


1680 




^ tctatttaaa 


aacatcgacg 


atacattgaa atgtgtgaac gttttgaaaa gctacagctt 


1740 




ccagcagcca 


aaagcaactg 


ttgttttggc aagacggtcc tgatgtacaa gcttgattga 


1800 




aattcactgc 


tcacttgata 


cgttattcag aaacccaagg aatggctgtc cccatcctca 


1860 


20 


tgtggctgtg 


tggag 







<210> SEQ ID NO 8 
<211> LENGTH: 1540 
<212> TYPE: DNA 
25 <213>ORGANISM: Mus musculus 

<220>FEATURE: 
<221>NAME/KEY : CDS 
<222>LOCATION: (38). . .(814) 

30 <400> SEQUENCE: 8 

gggctgtatg gctctcggtt tttctcaacg ctcccgtatg gtggccgcgg gtgccggggt 60 

gacccggctg ctagtgctct tgctgatggt agccgcggct cctagcagag cccgaggcag 120 

cggctgccgg gtcggggcct ccgcgcgtgg gaccggggcc gatggccgtg aagctgaggg 180 

35 ctgtggcacc gtggctttgc tgctggagca ttcatttgag ctcggtgatg gagccaactt 240 

ccagaagcga ggcttgctgc tctggaacca gcaggatggc accctgtcgg caacacagcg 300 
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acagctcagt 


gaggaggagc 


gtggccgact 


ccgggatgtg 


gctgctgtca 


atggcctcta 


360 




cagggtccgg 


gtcccgaggc 


ggcctgggac 


acttgatggt 


tcagaagctg 


acaaccatcrt 

3 *"3 3 '-^ »- 


420 




gtcttccttc 


gtcccagcgt 


gctccctggt 


ggagtcgcac 


ctttcggacc 


agctgacctt 


480 




gcacgtggat 


gtggctggca 


acgtggtggg 

3 3 3 3 7 7 


cctgtctgtg 


gtagtcrtacc 

3 3 3 3 


c t crcrcrcrcrc t cr 

» ^777 7 7 7 


540 


5 


ccggggctcc 


gaggtggaag 


atgaggacct 


ggagctgttc 

33 3 3 


aatacatctg 


tcicaactaccr 


600 




gcctcccagc 


actgctccag 


gccccgagac 


tgcagccttc 


attgagcgcc 


taaaaatocra 

^- 3 3 3 3 3 ^* 


660 




gcaggcccag 


aaggccaaga 


acccacagga 


gcagaagtct 


ttctttgcca 


aatactggat 


720 




gtacatcatt 


ccagttgtgc 


tgttcctcat 


gatgtcggga 

w 7 7 7 7 


gcgccQgaco 

3 3 w 3 3 3 


ctcaaoacca 


780 




gggcggcggt 


gggggcgggg 


gcagcagccg 


gtgagcagct 

7 7 7 ^^7 


gtgccaccta 


gagccccccc 


840 


10 


cagagccagc 


ccaagaagga 


gttcctgtcc 


ccacatttcc 


cfcattgcatg 


aatataaaaa 


900 




gctgtccctt 


cagtgagccc 


tctggccttc 


ctgtaagccc 


ctctttctgt 


ccctaaacct 


960 




ctctctcatc 


ctgttgactg 


agagcttggg 


tggacctccc 


tgtagccagc 


tcactgcaac 


1020 




tgtgtcccac 


catgtggcac 


tgtgctcctc 


tgtctgctaa 


acacccacca 


gcctgcccca 


1080 




ccccacccca 


ccatacactt 


tgggaacttg 


ccaagctctc 


tccagcctct 


atcrcctttcrc 


1140 


1* 

u 


cctgcaggcc 


ccgtgcgccc 


ctcactgtca 


ctctccagcc 


ctttgccaag 


gatctgtggc 


1200 




ccagaggcct 


ctgctcttag 


tggctaggtc 


agcctccagc 


ccactgtcca 


ggtggcatgc 


1260 




tgtcttcttt 


gcccccctct 


ctggtgcccc 


agaataccat 


ggtgacctac 


cactatcctt 


1320 




tctgcctttg 


gatgtcatag 


cctggatctg 


tcaccaggag 


aggattgtgg 


gcctccacgt 


1380 




tagtctgtga 


atgcacactt 


cgagtgactt 


gtgtgcaggt 


tttgagagcc 


ggttttgcac 


1440 


20 


tagctgctcg 


acagctgctg 


gcatggccgt 


gctcttgcac 


atgcgccgct 


gtgggcatgg 


1500 




ggattgctgt 


gcagcctcag 


ctgtgttgtg 


tggctgctga 









<210> SEQ ID NO 9 
<211> LENGTH: 227 
25 <212> TYPE: PRT 

<213>ORGANISM: Homo sapiens 

<400> SEQUENCE: 9 

30 Met Ala Ala Ala Ser Ala Gly Ala Thr Arg Leu Leu Leu Leu Leu Leu 

15 10 15 

Met Ala Val Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Ala 
20 25 30 

35 

Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly Arg Glu Gly Glu Ala 
35 40 45 

Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser Phe Glu He Asp Asp 
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50 55 60 

Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
85 90 95 

Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu Tyr Arg Val Arg lie 
10 100 105 no 



15 



20 



35 



40 



45 



55 



60 



Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu Ala Gly Gly Tyr Val 
115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Val Ser 
3-45 150 155 " 160 

Val Val Thr His Pro Gly Gly Cys Arg Gly His Glu Val Glu Asp Val 
165 170 175 



Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Gin Pro Pro Thr Thr 
25 180 185 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu Arg Leu Glu Met Glu 
195 200 205 

30 Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 

210 215 220 



Lys Tyr Trp 
225 

<210> SEQ ID NO 10 
<211> LENGTH: 227 
<212> TYPE: PRT 
<213>ORGANISM: Mus musculus 

<400> SEQUENCE: 10 



Met Val Ala Ala Gly Ala Gly Val Thr Arg Leu Leu Val Leu Leu Leu 
1 5 10 15 

Met Val Ala Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Val 
20 25 30 

Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly Arg Glu Ala Glu Gly 
50 35 40 45 

Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser Phe Glu Leu Gly Asp 
50 55 60 



Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser Glu Glu Glu Arg Glv 
85 90 95 
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10 



15 



Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu Tyr Arg Val Arg Val 
100 105 110 

Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu Ala Gly Gly His Val 
115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Leu Ser 
I 45 150 155 - 160 

Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser Glu Val Glu Asp Glu 
165 170 175 

Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Arg Pro Pro Ser Thr 
180 185 " 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu Arg Leu Glu Met Glu 
20 195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 

25 Lys Tyr Trp 

225 

<210> SEQ ID NO 11 
<211> LENGTH: 730 
30 <212> TYPE: DNA 

<213>ORGANISM: Homo sapiens 
<220>FEATURE: 
<221>NAME/KEY:CDS 
<222>LOCATION: (47). . .(730) 

35 

<400> SEQUENCE: 11 

ggctcttggc tcacagccgt cccttcgctg gtgggaagaa gccgagatgg cggcagccag 60 
cgctggggca acccggctgc tcctgctctt gctgatggcg gtagcagcgc ccagtcgagc 120 

40 ccggggcagc ggctgccggg ccgggactgg tgcgcgaggg gctggggcgg aaggtcgaga 180 

gggcgaggcc tgtggcacgg tggggctgct gctggagcac tcatttgaga tcgatgacag 240 
tgccaacttc cggaagcggg gctcactgct ctggaaccag caggatggta ccttgtccct 300 
gtcacagcgg cagctcagcg aggaggagcg gggccgactc cgggatgtgg cagccctgaa 360 
tggcctgtac cgggtccgga tcccaaggcg acccggggcc ctggatggcc tggaagctgg 420 

45 tggctatgtc tcctcctttg tccctgcgtg ctccctggtg gagtcgcacc tgtcggacca 480 

gctgaccctg cacgtggatg tggccggcaa cgtggtgggc gtgtcggtgg tgacgcaccc 540 
tgggggctgc cggggccatg aggtggagga cgtggacctg gagctgttca acacctcggt 600 
gcagctgcag ccgcccacca cagccccagg ccctgagacg gcggccttca ttgagcgcct 660 
ggagatggaa caggcccaga aggccaagaa cccccaggag cagaagtcct tcttcgccaa 720 
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40 



45 



atactggtga 



<210> SEQ ID NO 12 

<211> LENGTH : 721 

<212> TYPE: DNA 

<213>ORGANISM: Mus musculus 

<220>FEATURE: 

<22 1>NAME/KEY : CDS 

<222>LOCATION: (38). . .(721) 



<400> SEQUENCE: 12 

gggctgtatg gctctcggtt tttctcaacg ctcccgtatg gtggccgcgg gtgccggggt 60 

gacccggctg ctagtgctct tgctgatggt agccgcggct cctagcagag cccgaggcag 120 

15 cggctgccgg gtcggggcct ccgcgcgtgg gaccggggcc gatggccgtg aagctgaggg 180 

ctgtggcacc gtggctttgc tgctggagca ttcatttgag ctcggtgatg gagccaactt 240 

ccagaagcga ggcttgctgc tctggaacca gcaggatggc accctgtcgg caacacagcg 300 

acagctcagt gaggaggagc gtggccgact ccgggatgtg gctgctgtca atggcctcta 360 

cagggtccgg gtcccgaggc ggcctgggac acttgatggt tcagaagctg gcggccatgt 420 

gtcttccttc gtcccagcgt gctccctggt ggagtcgcac ctttcggacc agctgacctt 480 

gcacgtggat gtggctggca acgtggtggg cctgtctgtg gtggtgtacc ctgggggctg 540 

ccggggctcc gaggtggaag atgaggacct ggagctgttc aatacatctg tgcagctgcg 600 

gcctcccagc actgctccag gccccgagac tgcagccttc attgagcgcc tggagatgga 660 

gcaggcccag aaggccaaga acccacagga gcagaagtct ttctttgcca aatactggtg 720 
a 



25 



<210> SEQ ID NO 13 
<211> LENGTH : 225 
<212> TYPE: PRT 
30 <213>ORGANISM: Homo sapiens 

<400> SEQUENCE: 13 



Met Ala Ala Ala Ser Ala Gly Ala Thr Arg Leu Leu Leu Leu Leu Leu 
35 1 5 io 15 



Met Ala Val Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Ala 
20 25 30 

Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly Arg Glu Gly Glu Ala 
35 40 45 

Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser Phe Glu He Asp Asp 
50 55 60 

Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 
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20 



25 



50 



Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
85 90 95 

Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu Tyr Arg Val Arg He 
100 105 no 

Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu Ala Gly Gly Tyr Val 
115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 



Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Val Ser 
15 145 150 155 160 



Val Val Thr His Pro Gly Gly Cys Arg Gly His Glu Val Glu Asp Val 
165 170 175 

Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Gin Pro Pro Thr Thr 
180 185 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu Arg Leu Glu Met Glu 
195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 



Lys 

30 225 

<210> SEQ ID NO 14 ' 
<211> LENGTH: 225 
<212> TYPE: PRT 
35 <213>ORGANISM: Mus musculus 

<400> SEQUENCE: 14 

Met Val Ala Ala Gly Ala Gly Val Thr Arg Leu Leu Val Leu Leu Leu 
40 1 5 10 15 

Met Val Ala Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Val 
20 25 30 

45 Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly Arg Glu Ala Glu Gly 

35 40 45 



Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser Phe Glu Leu Gly Asp 
50 55 60 

Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
55 85 90 95 

Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu Tyr Arg Val Arg Val 
100 105 no 

60 Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu Ala Gly Gly His Val 
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115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
5 130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Leu Ser 
145 150 155 160 

Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser Glu Val Glu Asp Glu 
10 165 170 17 5 

Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Arg Pro Pro Ser Thr 
180 185 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu Arg Leu Glu Met Glu 
195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser Phe Phe Ala 
210 215 220 

Lys 
225 



15 



20 



<210> SEQ ID NO 15 
25 <211> LENGTH: 724 

<212> TYPE: DNA 

<213>ORGANISM: Homo sapiens 

<220>FEATURE: 

<221>NAME/KEY: CDS 
30 <222>LOCATION: (47). . .(724) 

<400> SEQUENCE: 15 

ggctcttggc tcacagccgt cccttcgctg gtgggaagaa gccgagatgg cggcagccag 60 

35 cgctggggca acccggctgc tcctgctctt gctgatggcg gtagcagcgc ccagtcgagc 120 

ccggggcagc ggctgccggg ccgggactgg tgcgcgaggg gctggggcgg aaggtcgaga 180 

gggcgaggcc tgtggcacgg tggggctgct gctggagcac tcatttgaga tcgatgacag 240 

tgccaacttc cggaagcggg gctcactgct ctggaaccag caggatggta ccttgtccct 300 

gtcacagcgg cagctcagcg aggaggagcg gggccgactc .cgggatgtgg cagccctgaa 360 

40 tggcctgtac cgggtccgga tcccaaggcg acccggggcc ctggatggcc tggaagctgg 420 

tggctatgtc tcctcctttg tccctgcgtg ctccctggtg gagtcgcacc tgtcggacca 480 

gctgaccctg cacgtggatg tggccggcaa cgtggtgggc gtgtcggtgg tgacgcaccc 540 

tgggggctgc cggggccatg aggtggagga cgtggacctg gagctgttca acacctcggt 600 

gcagctgcag ccgcccacca cagccccagg ccctgagacg gcggccttca ttgagcgcct 660 

45 ggagatggaa caggcccaga aggccaagaa cccccaggag cagaagtcct tcttcgccaa 720 
atga 
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<400> SEQUENCE: 17 

Met Ala Ala Ala Ser Ala Gly Ala Thr Arg Leu Leu Leu Leu Leu Leu 
15 10 15 



Met Ala Val Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Ala 
35 2 0 25 30 

Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly Arg Glu Gly Glu Ala 
35 40 45 



Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser Phe Glu lie Asp Asp 
50 55 60 

Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
85 90 95 



<210> SEQ ID NO 16 
<211> LENGTH: 715 
<212> TYPE: DNA 
<213>ORGANISM: Mus musculus 
<220>FEATURE: 
<221>NAME/KEY: CDS 
<222>LOCATION: (38) . . . (715) 

<400> SEQUENCE: 16 

gggctgtatg gctctcggtt tttctcaacg ctcccgtatg gtggccgcgg gtgccggggt 60 

gacccggctg ctagtgctct tgctgatggt agccgcggct cctagcagag cccgaggcag 120 

cggctgccgg gtcggggcct ccgcgcgtgg gaccggggcc gatggccgtg aagctgaggg 180 

ctgtggcacc gtggctttgc tgctggagca t teat tt gag ctcggtgatg gagecaaett 240 

15 ecagaagega ggcttgctgc tctggaacca gcaggatggc accctgtcgg caacacagcg 300 

acagctcagt gaggaggagc gtggccgact ccgggatgtg getgetgtea atggcctcta 360 

cagggtcegg gtcccgaggc ggcctgggac acttgatggt tcagaagctg gcggccatgt 420 

gtcttccttc gtcccagcgt gctccctggt ggagtegcac ctttcggacc agctgacctt 480 

gcacgtggat gtggctggca acgtggtggg cctgtctgtg gtggtgtacc ctgggggctg 540 

20 ccggggctcc gaggtggaag atgaggacct ggagctgttc aatacatctg tgcagctgcg 600 

gcctcccagc actgctccag gccccgagac tgcagccttc attgagegee tggagatgga 660 
gcaggcccag aaggecaaga acccacagga gcagaagtct ttctttgeca aatga 

<210> SEQ ID NO 17 
25 <211> LENGTH: 221 

<212> TYPE: PRT 
<213>ORGANISM: Homo sapiens 
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Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu Tyr Arg Val Arg He 
100 105 " no 

Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu Ala Gly Gly Tyr Val 
115 120 125 

Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Val Ser 
145 150 155 160 

Val Val Thr His Pro Gly Gly Cys Arg Gly His Glu Val Glu Asp Val 
165 171^ 175 

Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Gin Pro Pro Thr Thr 
180 v 185 190 . 

Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu Arg Leu Glu Met Glu 
20 195 200 205 



10 



15 



25 



30 



35 



45 



50 



Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Glri Lyst Ser 
210 215 220 



<210> SEQ ID NO 18 
<211> LENGTH: 221 
<212> TYPE: PRT 
<213>ORGANISM: Mus musculus 

<400> SEQUENCE: 18 

Met Val Ala Ala Gly Ala Gly Val Thr Arg Leu Leu Val Leu Leu Leu 

■1' " 5 10 is 

Met Val Ala Ala Ala Pro Ser Arg Ala Arg Gly Ser Gly Cys Arg Val 
20 25 30 



Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly Arg Glu Ala Glu Gly 
40 35 40 45 



Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser Phe Glu Leu Glv Aso 
50 55 60 

Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu Trp Asn Gin Gin Asp 
65 70 75 80 

Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser Glu Glu Glu Arg Gly 
85 90 95 

Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu Tyr Arg Val Arg Val 
100 105 * no 



Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu Ala Gly Gly His Val 
55 H5 120 125 



60 



Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu Ser His Leu Ser Asp 
130 135 140 

Gin Leu Thr Leu His Val Asp Val Ala Gly Asn Val Val Gly Leu Ser 
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145 150 155 160 

Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser Glu Val Glu Asp Glu 
6 ,«k 165 170 175 

Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu Arg Pro Pro Ser Thr 
180 185 190 

Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu Arg Leu Glu Met Glu 
10 195 200 205 

Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin Lys Ser 
210 215 220 

15 <210> SEQ ID NO 19 

<211> LENGTH: 712 

<212> TYPE: DNA 

<213>ORGANISM: Homo sapiens 

<220>FEATURE: 
20 <221>NAME/KEY:CDS 

<222>LOCATION: (47) . . . (712) 

<400> SEQUENCE: 19 

25 ggctcttggc tcacagccgt cccttcgctg gtgggaagaa gccgagatgg cggcagccag 60 

cgctggggca acccggctgc tcctgctctt gctgatggcg gtagcagcgc ccagtcgagc 120 

ccggggcagc ggctgccggg ccgggactgg tgcgcgaggg gctggggcgg aaggtcgaga 180 

gggcgaggcc tgtggcacgg tggggctgct gctggagcac tcatttgaga tcgatgacag 240 

tgccaacttc cggaagcggg gctcactgct ctggaaccag caggatggta ccttgtccct 300 

gtcacagcgg cagctcagcg aggaggagcg gggccgactc cgggatgtgg cagccctgaa 360 

tggcctgtac cgggtccgga tcccaaggcg acccggggcc ctggatggcc tggaagctgg 420 

tggctatgtc tcctcctttg tccctgcgtg ctccctggtg gagtcgcacc tgtcggacca 480 

gctgaccctg cacgtggatg tggccggcaa cgtggtgggc gtgtcggtgg tgacgcaccc 540 

tgggggctgc cggggccatg aggtggagga cgtggacctg gagctgttca acacctcggt 600 

gcagctgcag ccgcccacca cagccccagg ccctgagacg gcggccttca ttgagcgcct 660 
ggagatggaa caggcccaga aggccaagaa cccccaggag cagaagtcct ga 



30 



35 



<210> SEQ ID NO 20 
<211> LENGTH: 703 
40 <212> TYPE: DNA 

<213>ORGANISM: Mus musculus 
<220>FEATURE: 
<221>NAME/KEY: CDS 
<222>LOCATION: (38). . .(703) 



45 



<400> SEQUENCE: 20 

gggctgtatg gctctcggtt tttctcaacg ctcccgtatg gtggccgcgg gtgccggggt 60 
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20 



25 



35 



40 



gacccggctg ctagtgctct tgctgatggt agccgcggct cctagcagag cccgaggcag 120 

cggctgccgg gtcggggcct ccgcgcgtgg gaccggggcc gatggccgtg aagctgaggg 180 

ctgtggcacc gtggctttgc tgctggagca ttcatttgag ctcggtgatg gagccaactt 240 

ccagaagcga ggcttgctgc tctggaacca gcaggatggc accctgtcgg caacacagcg 300 

acagctcagt gaggaggagc gtggccgact ccgggatgtg gctgctgtca atggcctcta 360 

cagggtccgg gtcccgaggc ggcctgggac acttgatggt tcagaagctg gcggccatgt 420 

gtcttccttc gtcccagcgt gctccctggt ggagtcgcac ctttcggacc agctgacctt 480 

gcacgtggat gtggctggca acgtggtggg cctgtctgtg gtggtgtacc ctgggggctg 540 

coggggctcc gaggtggaag atgaggacct ggagctgttc aatacatctg tgcagctgcg 600 

gcctcccagc actgctccag gccccgagac tgcagccttc attgagcgcc tggagatgga 660 
gcaggcccag aaggccaaga acccacagga gcagaagtct tga 



<210> SEQ ID NO 21 
<211> LENGTH: 227 
15 <212> TYPE: PRT 

<213>ORGANISM: Homo sapiens 

<400> SEQUENCE: 21 

Ser Gly Cys Arg Ala Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly 
1 5 10 15 

Arg Glu Gly Glu Ala Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser 
20 25 30 

Phe Glu lie Asp Asp Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu 
35 40 45 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser 
30 50 55 60 

Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu 
65 70 75 80 

Tyr Arg Val Arg lie Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu 
85 90 95 

Ala Gly Gly Tyr Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 - no 

Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
115 120 125 

45 130 HI ° yS Gly HiS 

Glu Val Glu Asp Val Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 i 6 o 
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25 



35 



40 



50 



55 



Gin Pro Pro Thr Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu 
165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
18 ° 185 190 

Lys Ser Phe Phe Ala Lys Tyr Trp His He He Leu Gly Gly Ala Val 
195 200 205 

Leu Leu Thr Ala Leu Arg Pro Ala Ala Pro Gly Pro Ala Pro Pro Pro 
210 215 220 

Gin Glu Ala 
225 

<210> SEQ ID NO 22 
<211> LENGTH: 227 
<212> TYPE: PRT 
<213>ORGANISM: Mus musculus 

<400> SEQUENCE : 22 

Ser Gly Cys Arg Val Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly 
1 5 io is 

Arg Glu Ala Glu Gly Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser 
20 25 30 



Phe Glu Leu Gly Asp Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu 
30 35 40 45 



Trp Asn Gin Gin Asp Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser 
50 55 60 

Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu 
65 7 0 75 80 

Tyr Arg Val Arg Val Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu 
85 90 95 

Ala Gly Gly His Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 "* no 



Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
45 H5 120 125 



Val Val Gly Leu Ser Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser 
130 135 140 

Glu Val Glu Asp Glu Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 i 6 o 

Arg Pro Pro Ser Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu 
165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
180 185 190 



Lys Ser Phe Phe Ala Lys Tyr Trp His Leu He Leu Gly Gly Ala Val 
60 195 200 205 
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Leu Leu Thr Ala Leu Arg Pro Ala Ala Pro Gly Pro Ala Pro Ala Pro 
210 215 220 

5 Thr Glu Ala 

225 

<210> SEQ ID NO 23 
<211> LENGTH: 235 
10 <212> TYPE: PRT 

<213>ORGANISM: Homo sapiens 



15 



20 



30 



35 



45 



50 



<400> SEQUENCE: 23 

Ser Gly Cys Arg Ala Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly 
1 5 10 15 

Arg Glu Gly Glu Ala Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser 
20 25 30 

Phe Glu He Asp Asp Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu 
35 40 45 



Trp Asn Gin Gin Asp Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser 
25 50 55 60 



Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu 
65 70 75 80 

Tyr Arg Val Arg He Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu 
85 90 95 

Ala Gly Gly Tyr Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 no 

Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
115 120 125 



Val Val Gly Val Ser Val Val Thr His Pro Gly Gly Cys Arg Gly His 
w 130 135 14Q 



Glu Val Glu Asp Val Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 X60 

Gin Pro Pro Thr Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 
165 170 i7 5 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
180 185 190 

Lys Ser Phe Phe Ala Lys Tyr Trp Met Tyr He He Pro Val Val Leu 
195 200 205 



Phe Leu Met Met Ser Gly Ala Pro Asp Ala Gly Gly Gin Gly Gly Gly 
DD 210 215 220 



Gly Gly Gly Gly Gly Gly Gly Gly Ser Gly Arg 
225 230 ~ 235 



60 
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<210> SEQ ID NO 24 
<211> LENGTH: 231 
<212> TYPE: PRT 
<213>ORGANISM: Mus mas cuius 

<400> SEQUENCE: 24 

Ser Gly Cys Arg Val Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly 
1 5 10 15 

Arg Glu Ala Glu Gly Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser 
20 25 30 



Phe Glu Leu Gly Asp Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu 
15 35 40 7 45 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser 
50 55 60 

20 Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu 

65 70 75 80 



Tyr Arg Val Arg Val Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu 

85 90 95 

Ala Gly Gly His Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 110 



Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
30 115 120 125 

Val Val Gly Leu Ser Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser 
130 135 140 

35 Glu Val Glu Asp Glu Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 

145 150 155 160 



Arg Pro Pro Ser Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 

165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 

180 185 190 



Lys Ser Phe Phe Ala Lys Tyr Trp Met Tyr He lie Pro Val Val Leu 
45 195 200 205 

Phe Leu Met Met Ser Gly Ala Pro Asp Ala Gly Gly Gin Gly Gly Gly 
210 215 220 

50 Gly Gly Gly Gly Ser Ser Arg 

225 230 

<210> SEQ ID NO 25 
<211> LENGTH: 200 
55 <212> TYPE: PRT 

<213>ORGANISM: Homo sapiens 



60 



<400> SEQUENCE: 25 

Ser Gly Cys Arg Ala Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly 
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1 5 10 is 

Arg Glu Gly Glu Ala Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser 
5 20 25 30 

Phe Glu lie Asp Asp Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu 
35 40 45 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser 
10 50 55 60 



15 



20 



30 



35 



45 



55 



60 



Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu 
65 7 0 75 80 

Tyr Arg Val Arg He Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu 
85 90 95 

Ala Gly Gly Tyr Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 no 

Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
115 120 125 



Val Val Gly Val Ser Val Val Thr His Pro Gly Gly Cys Arg Gly His 
r° 130 135 140 



Glu Val Glu Asp Val Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 160 

Gin Pro Pro Thr Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 
165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
180 185 190 

Lys Ser Phe Phe Ala Lys Tyr Trp 
195 " 200 



<210> SEQ ID NO 26 
40 <211> LENGTH: 200 

<212> TYPE: PRT 
<213>ORGANISM: Mus musculus 



<400> SEQUENCE: 26 

Ser Gly Cys Arg Val Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly 
1 5 10 ** 15 

Arg Glu Ala Glu Gly Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser 
50 20 25 30 



Phe Glu Leu Gly Asp Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu 
35 40 4 5 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser 
50 55 eo 

Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu 
65 7 0 75 80 
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Tyr Arg Val Arg Val Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu 
85 90 95 

Ala Gly Gly His Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 no 

Ser His Leu Ser Asp Gin Leu Thr Leu His " Val Asp Val Ala Gly Asn 
115 120 125 

Val Val Gly Leu Ser Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser 
130 135 « j 140 

Glu Val Glu Asp Glu Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 i 6 o 

Arg Pro Pro Ser Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 
165 170 175 . 

. Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 

20 180 185 190 

Lys Ser Phe Phe Ala Lys Tyr Trp 
195 ' 200 

25 <210> SEQ ID NO 27 

<211> LENGTH: 198 
<212> TYPE: PRT 
<213>ORGANISM: Homo sapiens 

30 <400> SEQUENCE: 27 



10 



15 



35 



40 



Ser Gly Cys Arg Ala Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly 
1 5 10 15 

Arg Glu Gly Glu Ala Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser 
20 25 m 30 

Phe Glu lie Asp Asp Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu 
35 40 45 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser 
50 55 60 



Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu 
45 65 70 75 80 

Tyr Arg Val Arg lie Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu 
85 90 95 

50 Ala Gly Gly Tyr Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 

100 105 no 

Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 

55 115 120 125 

Val Val Gly Val Ser Val Val Thr His Pro Gly Gly Cys Arg Gly His 
130 135 140 

*n Val G1U *** Val ASP Leu Glu Leu phe Asn Thr Ser Val Gin Leu 

° U 145 150 155 160 
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20 



Gin Pro Pro Thr Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 
165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin ''" 
180 185 190 

Lys Ser Phe Phe Ala Lys 
195 *• 

<210> SEQ ID NO 28 
<211> LENGTH: 198 
<212> TYPE: PRT 
<213>ORGANISM: Mus musculus 

<400> SEQUENCE : 28 

Ser Gly Cys Arg Val Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly 
1 5 io 



15 



Arg Glu Ala Glu Gly Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser 

20 25 : 30 

Phe Glu Leu Gly Asp Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu 
a 35 40 45 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser 
50 55 60 

Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu 
65 78 75 so 

; Tyr Arg Val Arg Val Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu 
85 90 g5 

Ala Gly Gly His Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 no 



30 



35 



Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
W 115 120 125 

Val Val Gly Leu Ser Val Val Val Tyr Pro Gly Gly Cys Arg Gly Ser 
130 135 140 

45 Glu Val Glu Asp Glu Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 

145 150 155 i 6 o 

Arg Pro Pro Ser Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 
50 165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
180 185 190 

Lys Ser Phe Phe Ala Lys 
55 195 

<210> SEQ ID NO 29 
<211> LENGTH: 194 
<212> TYPE: PRT 
60 <213>0RGANISM: Homo sapiens 
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<400> SEQUENCE: 29 

Ser Gly Cys Arg Ala Gly Thr Gly Ala Arg Gly Ala Gly Ala Glu Gly 
1 5 10 15 

Arg Glu Gly Glu Ala Cys Gly Thr Val Gly Leu Leu Leu Glu His Ser 
20 25 30 

Phe Glu lie Asp Asp Ser Ala Asn Phe Arg Lys Arg Gly Ser Leu Leu 
35 40 45 

Trp Asn Gin Gin Asp Gly Thr Leu Ser Leu Ser Gin Arg Gin Leu Ser 
50 55 60 

Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Leu Asn Gly Leu 
65 ™ 75 80 

• Tyr Arg Val Arg He Pro Arg Arg Pro Gly Ala Leu Asp Gly Leu Glu 

M 85 so 95 

Ala Gly Gly Tyr Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
1°0 105 no 

Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
115 120 • 125 

Val Val Gly Val Ser Val Val Thr His Pro Gly Gly Cys Arg Gly His 
i3 ° 135 140 

Glu Val Glu Asp Val Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 160 

Gin Pro Pro Thr Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe He Glu 
165 no 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
180 185 190 

40 Lys Ser 



25 



30 



35 



<210> SEQ ID NO 30 
<211> LENGTH: 194 
45 <212> TYPE: PRT 

<213>ORGANISM: Mus musculus 



50 



55 



<400> SEQUENCE : 30 

Ser Gly Cys Arg Val Gly Ala Ser Ala Arg Gly Thr Gly Ala Asp Gly 
1 5 10 15 

Arg Glu Ala Glu Gly Cys Gly Thr Val Ala Leu Leu Leu Glu His Ser 
20 25 30 

Phe Glu Leu Gly Asp Gly Ala Asn Phe Gin Lys Arg Gly Leu Leu Leu 
35 40 45 



Trp Asn Gin Gin Asp Gly Thr Leu Ser Ala Thr Gin Arg Gin Leu Ser 
ou 50 55 60 " 
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Glu Glu Glu Arg Gly Arg Leu Arg Asp Val Ala Ala Val Asn Gly Leu 
65 70 75 80 

Tyr Arg Val Arg Val Pro Arg Arg Pro Gly Thr Leu Asp Gly Ser Glu 
85 90 95 

Ala Gly Gly His Val Ser Ser Phe Val Pro Ala Cys Ser Leu Val Glu 
100 105 no 

Ser His Leu Ser Asp Gin Leu Thr Leu His Val Asp Val Ala Gly Asn 
115 120 125 



Val Val Gly Leu Ser Val Val Val Tyr Pro Gly Gly Cys Arg Gly. Ser 
15 130 135 140 



Glu Val Glu Asp Glu Asp Leu Glu Leu Phe Asn Thr Ser Val Gin Leu 
145 150 155 160 

Arg Pro Pro Ser Thr Ala Pro Gly Pro Glu Thr Ala Ala Phe lie Glu 
165 170 175 

Arg Leu Glu Met Glu Gin Ala Gin Lys Ala Lys Asn Pro Gin Glu Gin 
180 185 190 

Lys Ser 



35 



40 
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